In summary, the follicular epithelium represents a beautiful example of how the combination of diverse signalling pathways creates cell diversity by using morphogen gradients. These gradients initiate spatially restricted gene expression domains that become stabilized by negative cross-regulation of their downstream targets. In the follicle cells, JAK/STAT signalling outcome differs depending on whether it interacts with EGFR signalling or not. Similarly, the result of EGFR pathway activation is conditioned by its interaction with either the Dpp/BMP or the JAK/STAT pathways. Finding out how the temporal-and spatial-specific information provided by these signalling pathways converge on their downstream targets and particularly how their activating and repressing inputs are integrated on the target gene enhancers is a fundamental area of research [13] . Biologists have long sought the genes that contribute to phenotypic and population divergence. Two new studies identify genomic regions involved in plumage coloration and migratory orientation.
Identifying the genes underlying ecologically and behaviorally important phenotypes in natural populations has long been a holy grail for evolutionary biologists. Despite a few early success stories, many involving genes in the melanocortin pathway that affect animal coloration [1] , finding such genes has remained difficult [2] . However, the genomic revolution has led to the discovery of genes, or genomic regions, that underlie phenotypic variation. [4] studied a well-known but long-mysterious hybrid zone between phenotypically divergent blue-and golden-winged warblers in the Great Lakes region of North America ( Figure 1A,B) . Blue-and golden-winged warblers differ so extensively in plumage 
